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Abstract
Background: Streptococcus mutans is the major pathogen of dental caries, and it occasionally
causes infective endocarditis. While the pathogenicity of this species is distinct from other human
pathogenic streptococci, the species-specific evolution of the genus Streptococcus and its genomic
diversity are poorly understood.
Results: We have sequenced the complete genome of S. mutans serotype c strain NN2025, and
compared it with the genome of UA159. The NN2025 genome is composed of 2,013,587 bp, and
the two strains show highly conserved core-genome. However, comparison of the two S. mutans
strains showed a large genomic inversion across the replication axis producing an X-shaped
symmetrical DNA dot plot. This phenomenon was also observed between other streptococcal
species, indicating that streptococcal genetic rearrangements across the replication axis play an
important role in Streptococcus genetic shuffling. We further confirmed the genomic diversity
among 95 clinical isolates using long-PCR analysis. Genomic diversity in S. mutans appears to occur
frequently between insertion sequence (IS) elements and transposons, and these diversity regions
consist of restriction/modification systems, antimicrobial peptide synthesis systems, and
transporters.  S. mutans may preferentially reject the phage infection by clustered regularly
interspaced short palindromic repeats (CRISPRs). In particular, the CRISPR-2 region, which is
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highly divergent between strains, in NN2025 has long repeated spacer sequences corresponding to
the streptococcal phage genome.
Conclusion: These observations suggest that S. mutans strains evolve through chromosomal
shuffling and that phage infection is not needed for gene acquisition. In contrast, S. pyogenes
tolerates phage infection for acquisition of virulence determinants for niche adaptation.
Background
The genomic heterogeneity within a bacterial species
reflects its lifestyle, the niche it occupies, and its exposure
to mobile elements, such as bacteriophages and plasmids
[1]. Even though organisms belonging to the same genus/
species have a common gene set (the core genome), indi-
vidual organisms differ (strain-specific genes) in ways rep-
resentative of the physiological and virulence properties
of an organism [2,3]. Although not all genetic differences
between strains are important for niche adaptation of the
bacteria, strain-specific genes are thought to be responsi-
ble for the survival of an organism in its chosen niche.
This variation can be due to genetic noise (i.e., indels,
mobile- and selfish DNA) [4,5], gene loss [6,7], gene
duplication [8] or modification of some of the existing
genes [9,10]. Acquisition of new genes by lateral gene
transfer is a predominant force in bacterial evolution. Lat-
erally acquired genes provide a readily available novel
pool of genes for developing physiological properties that
are helpful for exploiting a new niche. A recent study sug-
gested that the total known genome content (the pan-
genome) of all contemporary Streptococcus agalactiae
strains will increases as hundreds of genomes are
sequenced [11]. Although S. pyogenes belongs to the same
genus, it has a smaller pan-genome and greater level of
recombination in its core genome [12]. These organisms
provide a good model for identifying the causes of
genome plasticity in human pathogens.
It has long been recognized that serological, genetic, and
biochemical variations exist within the species S. mutans
[13]. S. mutans has been classified into four serotypes (c,
e, f, and k) based on the chemical composition of its cell
surface rhamnose-glucose polymers [14]. We previously
developed a multilocus sequence typing (MLST) method
using eight house-keeping genes. Ninety-two sequence
types (STs) were identified from 102 clinical isolates, indi-
cating that S. mutans is a diverse population [15]. In the
MLST analysis, serotype c strains were widely distributed
in the dendrogram, while serotype e, f, and k strains were
differentiated into clonal complexes. This suggests that
serotype c, the dominant serotype among S. mutans clini-
cal isolates (almost 80%), is the ancestral phenotype of
this organism and that serotype e  and  f  strains have
evolved strain-specific genes. Although differences in
modification of cell surface polymers reflect evolutionary
trends, differences in cariogenicity have not been
observed, and the relationship between serotype and clin-
ical condition remains unclear.
Studies of individual S. mutans genes have revealed
sequence variations, resulting in altered function of the
encoded proteins [16-18]. For example, variation has
been demonstrated in the occurrence of plasmids [19,20],
and in mutacin operons [21], serotype antigens [22],
competence [23,24], and the msm, bgl, cel, and gftBC loci
[25-28]. Waterhouse and Russell recently showed a
mosaic of loci such as the msm, gbl, cel, and gftBC, which
they called "dispensable genes," distributed among S.
mutans strains [27]. They also demonstrated that 20% of
the S. mutans UA159 open reading frames (ORFs) were
absent from one or more of the nine test strains, and dis-
pensable ORF blocks (including more than one ORF)
were identified by microarray analysis based on the
UA159 genome [28]. Given the wide distribution and
diversities of genotypes and genetic loci in S. mutans, it
seems likely that other strains of S. mutans have both
unique and common genetic loci not present on the
UA159 genome [28,29]. This is useful for charting S.
mutans evolutionary history. However, these analyses are
based on only one genome, S. mutans UA159 even though
extensive genomic variation between S. mutans strains has
been predicted [30].
Genome sequence data are now available for numerous
species of bacteria and comparative evolutionary
approaches show positive selection pressure and lateral
gene transfer in the evolution of many bacterial species.
These analyses have been performed for pathogenic bacte-
ria such as Helicobacter pylori [31,32], Mycobacterium spe-
cies [33], Chlamydia species [34], Escherichia coli [35], and
Salmonella species [36]. The pathogenic Streptococcus spe-
cies include important human and agricultural pathogens
[12,37]. More than 30 whole genomes of Streptococcus sp.
belonging to nine different species including S. pyogenes,
S. pneumoniae, S. agalactiae, S. thermophilus, S. suis, S. san-
guinis, S. gordonii, S. equi, and S. mutans are publicly avail-
able. These organisms colonize diverse habitats including
tooth, oral mucosal, pharyngeal, respiratory, intestinal,
and urinogenital surfaces. These species have acquired
various genes for a specific niche mainly by lateral gene
transfer. For example, S. pyogenes acquires or tolerates bac-
teriophages that are important for new virulence determi-
nants and that induce genomic rearrangement [38]. S.BMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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agalactiae, the main cause of neonatal infection in
humans, also tolerates bacteriophages [11]. Some of these
organisms gain counterattack systems such as restriction
modification or clustered regularly interspaced short pal-
indromic repeats (CRISPRs) [39,40]. Multiple sequences
of genomes from closely related species that inhabit dif-
ferent niches lead not only to an understanding of the pat-
tern of gene movement but also to insights into the role of
species-specific genes, and genome plasticity.
In this context, we determined the whole genome
sequence of an S. mutans serotype c strain NN2025 iso-
lated from Japan in 2002, and we compared the genome
sequence, genome structure, and gene variation with the
genomes of serotype c UA159 strain isolated in 1982 from
the United States, and with 95 clinical isolates from Japan
and Finland, and other closely related streptococcal gen-
era to provide useful information about the evolutionary
events associated with S. mutans strains and Streptococcus
sp., and to provide new insights into streptococcal species-
specific survival strategies.
Results and discussion
General features of the strain NN2025
The genome of NN2025 is a single, circular chromosome
of 2,013,597 bp (Figure 1). The genome is almost identi-
cal in size to that of UA159 but is 17 kb shorter (addi-
tional file 1). Neither NN2025 nor UA159 contains
plasmids or prophages. The genome start point for
NN2025 was assigned to the putative location of the dnaA
gene, similar to S. mutans UA159 and other genomic
sequences [30,41]. The average GC content is 36.85%,
which is similar to that of UA159. There are five rRNA
operons containing 5S, 16S, and 23S rRNA genes. The 65
predicted tRNA genes encode all 20 amino acids. Most
tRNA genes are clustered near the rRNA operons, 50 of 65
of these genes are less than 1 kb from an rRNA operon
(Figure 1), as in other streptococcal strains [42,43]. The
genome contains 1,895 predicted proteins with an aver-
age size of 903 bp that cover 85.18% of the whole
sequence, which is similar to other streptococci. Both the
sequence and the annotation have been deposited in the
DNA Data Bank of Japan (DDBJ) (accession no.
AP010655).
Genes and regions conserved between S. mutans NN2025 
and UA159 genomes
NN2025 contains 1,895 ORFs, of which 1,724 (90%) are
predicted by reciprocal BLAST search analysis (BLAST E-
value < 1 × 10-5) to be common to UA159. S. mutans
strains NN2025 and UA159 are classified into the same
serological group c, and show the same biochemical prop-
erties (e.g., fermentation of various sugars), adhesive
properties to glass surfaces, and cariogenic properties in
rat infection models (data not shown). Waterhouse et al.
reported that 80% of the S. mutans ORFs are conserved
among ten strains with different serotypes by microarray
hybridization based on the UA159 genome, suggesting
that 80% of ORFs are conserved within S. mutans strains
[28]. This indicates that the core genome of S. mutans is
more stable than that of other Streptococcus species, where
the core genome represents only about 60% of the
genome [12]. Most vegetative growth genes are highly
conserved. Carbohydrate metabolism is a key survival
strategy for S. mutans [30], and genes for transport and
metabolism of various sugars, and the fermentation of
carbohydrates are completely conserved between UA159
and NN2025. S. mutans is suggested to be capable of
metabolizing a wider variety of carbohydrates than many
other Gram-positive organisms that have been sequenced.
S. mutans resides in the oral cavity, and this varied sugar
metabolism is an important survival strategy for this
organism. S. mutans is predicted to possess at least five
sugar ABC transport systems and at least 14 sugar PTS sys-
tems, and can use at least 16 sugars for glycolysis. Nine
PTSs were confirmed to be transcribed in the presence of
13 different sugars [44]. In addition, ORFs predicted as
virulence factors of S. mutans including adhesins, glucan-
producing and binding exoenzymes, were conserved.
Adhesins of S. mutans are also important for protecting
the bacterium against possible host defenses and for
maintaining its ecological niche in the oral cavity. Com-
parative genome analysis revealed that the major S.
mutans  surface receptors SpaP (SMU.610 and
SmuNN2025.1372) (also known as Pac, antigen I/II, etc.)
and wall-associated antigen A (WapA) (SMU.987 and
SmuNN2025.1036) are completely conserved. An
uncharacterized wall-associated protein, WapE
(SMU.1091 and SmuNN2025.0945), and a dextranase
precursor (dexA; SMU2042 and SmuNN2025.1788) [45]
were determined from BLAST analysis to be S. mutans-spe-
cific genes within the sequenced Streptococcus species (data
not shown), suggesting that these might be important for
colonization.
Strain-specific genes and regions in NN2025 and UA159
Strain-specific regions were determined using MAUVE
software, where the locally collinear blocks (LCBs) repre-
sent the landmarks (i.e. the homologous/conserved
regions shared by all the input sequences) in chromo-
somes [46]. An LCB is defined as a collinear (consistent)
set of multi-MUMs (exact match subsequences shared by
all the considered chromosomes that appear once in each
chromosome and are bordered on both sides by mis-
matched nucleotides). The weight (the sum of the lengths
of the included multi-MUMs) of an LCB serves as a meas-
ure of confidence that it is a true homologous region
instead of a random match. Therefore, the ORFs or
sequences between the LCBs and any regions with lowBMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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Circular map of S. mutans strain NN2025 Figure 1
Circular map of S. mutans strain NN2025. The outer circle shows the scale (bp). From outside, rings 1 and 2 show the 
coding sequence (ORF) by strands (ring 1, clockwise; ring 2, counterclockwise). The predicted ORFs are distinguished by dif-
ferent colors in the BLAST analysis against the database (see Methods)(indicated as "BLAST classification"). Rings 3 and 4 show 
the ORF by different colors in the COG classification (indicated as "COG classification"). Ring 5 shows the location of trans-
posase ORFs (including fragment), insertion sequence, and CRISPR associated ORFs. Rings 6 and 7 show the transfer RNA and 
ribosomal RNA genes identified in the genome. Rings 8 and 9 show the G + C content and GC skew, respectively. The red 
arrowheads indicate the origin of DNA replication (ori) and the putative region of replication terminus (ter).
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similarity (shown as white in LCB) are identified as strain
specific regions.
The NN2025 genome contains eight strain-specific
regions (Regions 18–25; Figure 2 and additional file 2)
containing 65 ORFs that were unique in comparison with
UA159. Other NN2025-specific ORFs are randomly
inserted into the NN2025 genome, and these ORFs are
classified into transposase fragments, ribosomal proteins,
hypothetical proteins and disrupted gene fragments. Only
two ORFs (SmuNN2025_1263, a putative transcriptional
regulator, and SmuNN2025_1602, a putative RNA-
directed DNA polymerase) are predicted to be functional
genes from an unknown foreign source. In contrast, the
UA159 genome contains nine strain-specific regions
(Regions 3–8, and 11–13; additional file 3) containing 70
unique ORFs; another 88 UA159-specific ORFs are dis-
tributed in the UA159 genome (additional file 3).
Local collinear blocks (LCBs) between chromosomal sequences of the two strains of Streptococcus mutans Figure 2
Local collinear blocks (LCBs) between chromosomal sequences of the two strains of Streptococcus mutans. (a) 
Representation of the whole 32 local collinear blocks (LCBs) between chromosomal sequences of the two strains of Streptococ-
cus mutans, UA159 and NN2025, was generated by MAUVE software at a minimum weight of 411. The S. mutans UA159 DNA 
sequence given on the forward strand is the reference against which the sequence of the NN2205 was aligned and compared. 
LCBs placed under the vertical bars represent the reverse complement of the reference DNA sequence. The 32 connecting 
lines between genomes identify the locations of each orthologous LCB in the two genomes. Unmatched regions within an LCB 
indicate the presence of strain-specific sequence. Each sequential block represents homologous backbone DNA sequence 
without rearrangements. Black horizontal bars indicate rearrangement regions and strain-specific regions analyzed in detail (see 
additional files 2 and 3). Blue region numbers and bars indicate NN2025-specific regions, pink region numbers and bars indicate 
UA159-specific regions, and black region numbers and bars indicate variable regions. Distributions of regions 1–25 are analyzed 
by long-PCR in 97 S. mutans strains including strains NN2025 and UA159 (see additional files 4 and 6). A dot plot to compare 
genome structure of these strains is also shown in Figure 6. (b) Alignment of the two genomes is generated by artificially cor-
recting for the inversion of NN2025 at the rrn-comX region by the PROmer of MUMmer software and GenomeMatcher soft-
ware (green bar). Similarity is shown by color code as represented in this figure. Blue region numbers and arrows indicate 
NN2025-specific regions, pink region numbers and arrows indicate UA159-specific regions, and black region numbers and 
arrows indicate variable regions.
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Of the 25 regions that are unique between the NN2025
and UA159 genomes, eight regions (Regions 1, 2, 9, 10,
14–17) exist in both strains, but the contents of the ORFs
are highly diverse. These regions are designated "variable
regions". Region 1 contains genes of the purine nucleotide
biosynthesis pathway (pur genes) and is thought to be
important for bacterial growth, but genetic variation is
found within this region. Region 2 in NN2025 includes
two transposase fragments, five hypothetical proteins,
methyltransferase (SmuNN2025_0077), gapC
(SmuNN2025_0079), transcriptional regulator gene
(SmuNN2025_0082), and luxS  (SmuNN2025_0080).
luxS plays an important role in the production of autoin-
ducer-2 (AI-2) in many bacterial species, and 30% of the
genes of S. mutans are affected by luxS [47]. Region 9 in
NN2025 includes hypothetical proteins and ABC trans-
porters; however, the contents of this region in UA159 are
quite different and include hypothetical proteins that
appear to have been horizontally transferred from other
species. Region 10 in UA159 and Regions 14 and 17 in
NN2025 include putative restriction/modification (R/M)
system genes. The R/M system is composed of genes that
encode a restriction enzyme and a modification methyl-
ase, and they defend against invaders by attacking non-
self DNA, or by killing cells that have eliminated them
[39].
Waterhouse et al. reported that 20% of UA159 ORFs did
not hybridize with one or more of the nine S. mutans
genomes in a UA159-based microarray analysis [28]. They
also showed that 37 genomic blocks involving more than
one ORF were found within the test strains. In the case of
UA159, comparison of the regions identified in this study
by PCR with previously reported 'genomic blocks' [28]
and 'genomic island' [48] showed a good correlation, con-
firming the accuracy of both our results and the earlier
reports, even though these were derived from different
experimental approaches (additional file 3). The slight
differences between the results, therefore, may have
resulted from the characteristics of each method, because
PCR primers target short sequences with high similarity,
while microarray probes overall similarity to detect the
target sequence. This second S. mutans genome sequence
(NN2025) identifies new strain-specific content that
could not be identified from only one genome. Based on
their correspondence with the 'genomic islands', Region
1, 5, 8, 11, 12 and 15 appear to be horizontally trans-
ferred. The gene order of Region 15 in UA159 is different
from that in NN2025, which may suggest the existence of
an unknown mechanism to reorder the genomic island
(additional file 3). These regions may reflect the pheno-
typic and biochemical differences of S. mutans strains.
Although this comparative study was based on the UA159
genome, unique ORFs or regions in the genomes of other
strains were not completely analyzed. Therefore, we also
determined the differences of these regions among 97 test
strains using long-PCR against 25 regions (additional files
4, 5 and 6) and clustering analysis (additional file 7).
However, no characteristic differences in serotype specifi-
city, geographical distribution, or the ability for sucrose-
dependent adhesion to a glass surface were found (addi-
tional file 6). We have previously demonstrated that 102
clinical isolates from Japan and Finland were resolved
into 92 STs by MLST [15], 85 of which were identified
only once. We could not determine any distribution or
lineage differences between Japanese isolates and Finnish
isolates. We, therefore, conclude that the S. mutans popu-
lation diversity is not caused by variation in gene content
but probably with genetic recombination. In some S.
mutans strains, similar insertion/deletion events appear in
the genomes of strains with very different origins based on
PCR determination of 14 loci [27]. In our analysis, 25
characteristic regions in the whole genome comparison
were diverse, although they were isolated from only two
geographical areas. This indicates that insertions/dele-
tions in these specific regions are acquired by unknown
mechanisms, probably by multiple acquisition events and
the spread of an ancestral acquisition through the species
by recombination from other bacterial strains. Various
genes appear to be moved by lateral gene transfer in S.
mutans, resulting in strain-specific regions. NN2025 pos-
sesses 16 transposase ORFs, and 16 IS elements in its
genome, whereas UA159 possesses 34 transposon-like
elements (additional file 1) [30]. These mobile genetic
elements are located near the strain-specific regions. Thus,
either laterally acquired genes account for the emergence
of strain-specific ORFs or the comparator strain has lost
these ORFs.
TnSmu1 was found to be a conjugative transfer element in
UA159 [30]. This region in UA159 is large (~23 kb),
involving SMU.191-226, one helicase gene (SMU.191c),
two transposase-like genes (SMU.198c and 207c), and
several hypothetical proteins. This region in NN2025 con-
tains only seven short ORFs, including two transposase
fragments (SmuNN2025_1728 and 1729). Among 97 test
strains, 55 isolates, including all the Finnish isolates,
show the same pattern as NN2025 (Region 5, Table 1),
and 15.5% (15/97) of strains do not have this TnSmu1
region.
Some isolates in Japan possess the same TnSmu2 as found
in UA159 in a (~50 kb) genomic island, along with 29
ORFs predicted to be involved in biosynthesis and secre-
tion of the antimicrobial peptide, bacitracin (Figure 3a).
However, TnSmu2 has a high level of variation, including
degenerated ORFs, and is not found in all S. mutans
strains. In previous work, TnSmu2 was found only in
UA159 and GS5 [27,28]. The variation in the TnSmu2
region has already been reported in strains Ingritt andBMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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Putative bacitracin synthesis clusters located in putative conjugative transposon in the different position of S. mutans UA159  and NN2025 genome Figure 3
Putative bacitracin synthesis clusters located in putative conjugative transposon in the different position of S. 
mutans UA159 and NN2025 genome. Putative bacitracin synthesis clusters in S. mutans UA159 (a) and S. mutans NN2025 
(b, c). The ORFs colors indicate the BLAST classification as shown in Figure 1. The BLASTP analysis was carried out across a 
non-redundant protein database in GenBank. The pink areas indicate the specific regions in each strain. Black dotted lines indi-
cate orthologous genes that are located in identical relative positions or that are located in the inverted chromosomal regions. 
The whole gene list of these regions for each strain is shown in additional files 2 and 3.
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LML7 [27], whose these sequences are almost identical to
that of NN2025 (Figure 3a). Therefore, we constructed
various PCR primer sets based on the sequence of UA159
and determined whether TnSmu2 was found in our test
strains. In our experiments, 85% (75/88 Japanese isolates
and 6/7 Finnish isolates) of clinical strains did not con-
tain this region, and regional bias was not observed (Table
1). These observations indicate that the existence of
TnSmu1 and TnSmu2 may not be common or necessary
for the virulence of S. mutans strains in rats.
Putative bacitracin synthesis regions
The bacitracin synthesis gene cluster in TnSmu2 did not
exist in most of the clinical strains, and two other baci-
tracin or polypeptide antibiotic synthesis gene clusters
were found in NN2025 (Figure 3). Bacitracin is a mixture
of related cyclic polypeptide antibiotics produced by
some strains of Bacillus licheniformis and B. subtilis. Its pri-
mary mode of action is to bind to undecaprenyl pyro-
phosphate (UPP) in the presence of a bound divalent
metal cation, sequestering UPP and preventing its interac-
tion with phosphatase [49]. This in turn prevents the
return of the undecaprenyl monophosphate lipid carrier,
inhibiting peptidoglycan and teichoic acid biosynthesis
[50,51]. Region 24 is a large (~32 kb) transposon-like
region containing bacitracin synthesis genes
(SmuNN2025_1658, 1659, and 1660), peptide syn-
thetase (SmuNN2025_1652), ABC transporters
(SmuNN2025_1651 and 1655), and an IS861 fragment
(SmuNN2025_1645) (Figure 3a). Smu2025_1660 and
Smu2025_1658 are multiple-domain proteins similar to
nonribosomal peptide synthetases such as gramicidin or
bacitracin, but the sequence identity is lower (~24%) than
that of the known peptide synthetases (Figure 3b). Region
25 (~13 kb) includes a nonribosomal peptide synthetase
(SmuNN2025_1775), a putative polyketide synthase
(SmuNN2025_1774), and a putative permease
(SmuNN2025_1770); these genes are related to the syn-
thesis of bacitracin or other peptide antibiotics (Figure
3c). S. mutans strains have bacitracin resistance [52]. The
existence of bacitracin resistant genes (Smu.244 and
SmuNN2025.1713) in this organism may reflect baci-
tracin production for protection. Regions 24 and 25 are
distributed among 92.8% (85/92 Japanese isolates and 5/
5 Finnish isolates) and 77.3% (71/93 Japanese isolates
and 4/5 Finnish isolates), respectively (Table 1). Interest-
ingly, all of the S. mutans strains used in this study possess
at least one of these bacitracin or peptide antibiotic syn-
thetases genes such as mutacins. In fact, Region 18 in
NN2025 includes mutacin III (mut III) production genes
(scn  genes; SmuNN2025_0319, 0320, and 0326–0330;
Table 1) [53]. SmuNN2025_0326 and _0327 are similar
to the scnM and scnT of S. pyogenes, respectively, but these
two genes were not found and an apparent fragmentation
of the polyketide genes has been shown in UA159
[28,30]. Although bacitracin synthesis associated with
TnSmu2 should be experimentally confirmed, NN2025
has a bactericidal effect (data not shown), indicating that
the bacitracin production and mutIII  cluster might be
active in this strain, and that S. mutans has acquired pep-
tide antibiotic synthetase genes to exclude other bacteria,
perhaps for niche acquisition.
CRISPR associated regions
Numerous prokaryote genomes contain structures known
as clustered regularly interspaced short palindromic
repeats (CRISPRs), composed of 25–50 bp repeats sepa-
rated by unique sequence spacers of similar length
[54,55]. It is well known that bacteria have a plethora of
mechanisms to counterattack a diverse phage population
[40]. Consequently, many bacterial species have devel-
oped a variety of natural defense mechanisms that target
diverse steps of the phage life cycle, notably blocking
adsorption, preventing DNA injection, restricting the
incoming DNA, and abortive infection systems. In the
genus Streptococcus, three distinct CRISPR loci have been
identified within the S. thermophilus chromosome;
namely, CRISPR-1, CRISPR-2 and CRISPR-3 [55,56].
CRISPR-1 and CRISPR-3 loci have been experimentally
demonstrated to integrate novel spacers in response to
bacteriophage [57,58]. Comparative analysis of CRISPR-1
sequences between various S. thermophilus strains has
revealed polymorphisms [55]. In addition, it was recently
reported that CRISPR provides acquired resistance against
viruses in prokaryotes, notably in S. thermophilus [59].
Phage tolerance capacity is known to be diverse [60]. For
example, phage integration in S. pyogenes is an important
source for new virulence factors as well as for the genomic
rearrangement of the prophage regions [38,61]. Natural
phage resistance mechanisms in S. mutans have not previ-
ously described, because phage donor and acceptor strains
are quite rare in S. mutans. Based on in silico and in vivo
analyses, several hypotheses have been put forward pro-
posing roles for CRISPR and cas genes, including provid-
ing immunity against foreign genetic elements via a
mechanism based on RNA interference [62]. Strain
NN2025 possesses two characteristic CRISPR regions,
regions 19 and 20 (Figure 4). Region 19 contains nine
genes highly similar to the cas  and  cse  genes
(SmuNN2025_0603-0610) in Lactobacillus casei (BLAST E
value < 10-17) (additional file 8). The gene order of this
CRISPR region is similar to the "Ecoli" subtype [63], or to
the Lcas2 of the Ldbu1 family recently named by Horvath
[64], indicating that region is unique for S. mutans. It has
been designated CRISPR-1 (or according to the nomencla-
ture of Horvath et al., Smut3 [64]). The CRISPR-1 locus
was present in 30/97 clinical isolates (Figure 4a; addi-
tional file 7). No variation of the length of repeat-spacer
regions is found in these strains, indicating that thisBMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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CRISPR regions of S. mutans UA159 and NN2025 Figure 4
CRISPR regions of S. mutans UA159 and NN2025. CRISPR-1 region (Region 19) in NN2025 is a newly acquired region 
(a), and CRISPR-2 region (Region 20) is conserved between NN2025 and UA159 (b). The ORF colors indicate the BLAST clas-
sification as shown in Figure 1. The BLASTP analysis was carried out across a non-redundant protein database in the GenBank. 
HP; hypothetical protein. Blue lines indicate the palindromic repeat and spacer sequences. Pink areas indicate the specific 
regions in each strain. Black dotted lines indicate orthologous genes that are located in identical relative positions or that are 
located in the inverted chromosomal regions. The whole gene list of this region for each strain is shown in additional file 2 and 
additional file 3.
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region might have been acquired in recent years or might
be degenerate. The CRISPR repeat, direct repeat (DR),
sequence length is 29 bp (ATT TTA CCC GCA CGA GCG
GGG GTG ATC CT), and 18 spacer sequences are found
adjacent to cse2 (SmuNN2025_0610) in NN2025. Of
these 18 spacer sequences, six are identical to the
sequence of the recently identified S. mutans phage M102
(additional file 9) [65].
In contrast, another CRISPR region (Region 20) is found
in both UA159 and NN2025, and has been designated as
CRISPR-2 (or Smut1b [64]) in S. mutans. This CRISPR-2
locus consists of four cas  and  csn  genes
(SmuNN2025_0694-0696) and two hypothetical pro-
teins (Figure 4b), and the gene order of the CRISPR-2
locus is almost completely conserved among S. mutans
strains (92/97 strains; Table 1). Though the CRISPR sub-
type (Smut1 of Sthe3 family) in NN2025 is the same as in
UA159, with the gene order, the lengths of the repeat
sequences are quite different not only in these two strains
but also among clinical isolates, ranging from 2 to 5 kb
(data not shown). To determine the spacer variability in
the clinical isolates, the CRISPR-2 loci of an additional six
strains were sequenced for comparison (Figure 5). Strain
NN2025 possesses a 36 bp DR sequence (GTT TTA GAG
CTG TGT TGT TTC GAA TGG TTC CAA AAC), typical of
the length of Sthe3 family, and 69 spacer sequences were
found just downstream of csn2 [64]. This is the second
example of a CRISPR locus with more than 50 repeats
found in Firmicutes and it contains the highest number of
repeats found in the genus Streptococcus. The five
sequenced strains and UA159 all have the same DR
sequence as NN2025, and only strain MT8148 has
another 37 bp DR sequence (GTT TTG GAA CCA TTC GAA
ACA ACA CAG CTC TAA AAC T) with the lowest repeat
number in any tested strains. This is the first example of a
repeat length other than from 36 bp in this Sthe3 family.
However, the CRISPR-2 locus gene order was completely
conserved among strains. The number of the spacers is
quite divergent among strains, ranging from 3 to 69 (Fig-
ure 5a). We next determined the sequence similarity of
spacer sequence with S. mutans phage M102 (Figure 5b).
Of the 69 spacers of NN2025, 16 (23%) are highly similar
to the sequence of S. mutans phage M102 (additional file
9) [65], as are 20–30% of spacers among the sequenced
strains (additional file 10) with the exception of strain
MT8148. Interestingly, strain LJ29 possesses two spacers
similar to M102, and two spacers similar to S. thermophilus
phages Sfi21 and 01205, indicating that S. mutans strains
might have been attacked by these streptococcal phages,
and protected by the CRISPR-2 locus.
The biological significance of CRISPR against phage infec-
tion has recently been reported in S. thermophilus. The
presence of a CRISPR spacer identical to a phage sequence
adjacent to cas provides resistance against phages contain-
ing that particular sequence. Limited information is avail-
able regarding the ecological role of bacteriophages in the
oral cavity, although bacteriophages have been isolated
from human saliva or dental plaque [66,67]. Only 16 lytic
bacteriophages were isolated from more than 1000
plaque samples tested for lytic activity against indicator
strains of S. mutans and S. sobrinus [65]. Therefore, the
absence in both strain UA159 and NN2025 genomes of
prophage or their remnants was not surprising. The long
spacer sequences found in the CRISPR-1 and -2 loci in
NN2025 (the longest in the genus Streptococcus with high
variation in the CRISPR repeat number), and their
sequence similarity to the lytic phage, suggest that S.
mutans  might resist phage infection via CRISPR. This
observation is in contrast with the phage-permissive S.
pyogenes, because S. pyogenes possesses two to eight
prophage regions within its genome (average 4.5 per
genome), and the number of CRISPR-associated direct
repeats and spacers is less than that of other streptococcal
species (additional file 11). The average number of
prophages in S. pyogenes that lack the cas genes found in S.
mutans is six (5–8 prophages; MGAS315, SSI-1, Manfredo,
MGAS10394, MGAS8232), while that in the other eight S.
pyogenes strains carry the same cas gene set is 3.5 (2–5
prophages; data not shown). The number of prophages in
an S. pyogenes genome may be affected by the CRISPR gene
set present, and further examination is needed, especially
considering that the many sequenced genomes of strepto-
cocci carrying prophages have rarely demonstrated natu-
ral transformation [68]. Therefore, in the genus
Streptococcus, specific species may have evolved to func-
tion in a particular way to acquire foreign genes via natu-
ral transformation or bacteriophages, and the acquisition
of new foreign genes via phage infection may not be favo-
rable for the lifestyles of S. mutans in the oral cavity. Elu-
cidation of the mechanism by which S. mutans acquires
new genes will be interesting to clarify further the species-
specific evolutionary strategies in the streptococci.
Genomic analysis of the rearrangement in the UA159 and 
NN2025 genomes
The physical structure of the bacterial genome is highly
conserved during evolution in Escherichia coli [69,70].
However, X-shaped chromosomal inversion has been
found between Pyrococcus horikoshii and P. abyssi [71], and
between Chlamydia pneumoniae and C. trachomatis [34].
Interestingly, a typical X-shaped chromosomal inversion
is found in S. pyogenes [38,72]. Such rearrangements lead-
ing to genome plasticity in these bacteria might reflect or
contribute to evolutionary processes in the creation of
new pathogens.
The recombination sites near the ori region in NN2025 are
found within the 16S rRNA, tRNA-Ala, 23S rRNA, tRNABMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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regions, and the comX1 homologue in both regions (data
not shown). The genome of S. mutans NN2025 shows that
the rearrangement breakpoint is located 86 bp down-
stream from the 23S rRNA, and this rearrangement break-
point is conserved within the other S. mutans strains
isolated in Taiwan in which Huang et al. firstly observed
chromosomal inversion in 25/58 strains [73]. These
observations indicate that the chromosomal recombina-
tion may frequently occur in this genomic site because
isolates from Japan, Finland and Taiwan shows the same
inversion site though the frequency differs between our
strains (83/97) and those reported by Huang et al. (25/
58), and might occur by recA-dependent recombination
between two ribosomal operons [74]. In Gram-negative
Salmonella typhimurium, inversion between large inverted
repeats (>5 kb) separated by large intervals (>60 kb) has
been shown to be recA- and recB-dependent [75]. In addi-
tion, chromosomal inversion between the ribosomal
Number of spacer sequences and its similarities against known phage genome of CRISPR in S. mutans strains Figure 5
Number of spacer sequences and its similarities against known phage genome of CRISPR in S. mutans strains. 
(a) CRISPR-2 regions, widely distributed among S. mutans, in strain NN2025, UA159 and six selected strains (MT8148, LJ29, 
SA13, SA15, NN2207 and NN2138; see additional file 5 and 6). Blue rectangles indicate the direct repeat (DR). Orange trian-
gles indicate spacer regions without homology to the phage M102 genome and red triangles are spacer regions corresponding 
to the sequence of the phage. Numbers of the spacer regions are determined by CRISPRfinder (see Methods for details). (b) 
Location of the spacer sequences corresponding to the M102 phage sequence (red arrowheads). The number of each arrow-
head indicates the spacer number of each strain (additional file 9). The sequences of leader, spacer and repeat of CRISPR loci in 
the strain NN2025 and UA159 are listed in additional files 8, 9 and 10.
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operons was reported between S. typhimurium and S. para-
typhi A [76]. Our sequencing analysis showed that long
repeated sequences across the replication axis can also
induce large-scale chromosomal rearrangements within a
species of Gram-positive bacteria.
Although the role of homologous recombination in
genomic rearrangements across the replication axis has
not been elucidated, Tillier and Collins proposed an alter-
native model for the observed pattern of rearrangement
[74]. Gene translocation across the replication axis may
result in close physical proximity during the process of
genome replication because homologous recombination
equidistant from the ori region occurs between two repli-
cation forks and single- or double-stranded DNA breaks
[77]. In fact, two rrn-comX regions were found equidistant
from the ori region in the S. mutans genomes; thus, this
model is in good agreement with the genomic rearrange-
ment mechanism of S. mutans and  S. pyogenes. This
sequence specificity may affect site-specific recombination
during homologous recombination.
Alignments and dot plots of the genomes of S. mutans
NN2025 and UA159 revealed extensive genomic rear-
rangements (Figures 2 and 6). The origin of DNA replica-
tion (ori) [30,78] and dif-like termination sequence (ter)
[30] were conserved. Both alignment and dot plot analy-
ses using MAUVE and MUMmer software revealed X-
shaped chromosomal inversions that were symmetrical
across the replication axis [46]. The locations of the genes
around the ori region (from 1,850 kb to 190 kb) were
almost completely conserved between NN2025 and
UA159, and the other homologous genes were translo-
cated to an inverted position on the chromosome. These
chromosomal segments are symmetrical except for small
gaps encoding the genes of strain-specific regions (Figure
2). As a consequence, the inversion in NN2025 relative to
UA159 did not change gene orientation relative to the rep-
lication axis and produced an X-shaped DNA dot plot
[74,79].
For S. pyogenes Manfredo and S. pyogenes SSI-1, there is a
large central inversion (~1.3 Mb), which probably
resulted from reciprocal recombination between rrn-comX
regions that are a similar distance from the terminus of
replication [72], and there is an additional (~200 kb)
inversion near the terminus of SSI-1 caused by reciprocal
recombination between prophages across the replication
axis, possibly generating novel recombinant prophages
with alternative cargos [38]. The comparison between S.
mutans strains, therefore, could provide evidence of both
intraspecies and interspecies genomic rearrangement in
streptococci.
Comparison of genome content and architecture of S. 
mutans species with other streptococcal species
Extensive comparative genomic analyses of positive selec-
tion, recombination, and the genome composition of 26
Streptococcus  genomes from six different species were
reported by Lefébure and Stanhope [12]. In this study, the
analyses concentrated on the comparison of S. mutans
species-specific gene groups and, because limited infor-
mation is available regarding overall symmetry between
the genomes of various streptococcus species, on the
genome-wide rearrangement within nine species (32
genomes). To identify sets of gene groups shared between
two S. mutans strains or unique to each species/strain, the
predicted ORFs from the 32 streptococcal strains were
clustered into groups using reciprocal BLASTP analysis.
The set of shared gene groups (core genome) for each spe-
cies was determined to compare the numbers of species/
strain-specific gene groups and those shared with S.
mutans (see Methods, additional file 12). A total of 4740
and 573 gene groups, respectively, comprised the pan-
and core-genomes of the genus Streptococcus, based on 32
complete genomes (data not shown). Eighty-one percent
of gene groups were shared between the two S. mutans
strains. Comparison of the 1069 groups constituting the
core genome of S. mutans with other bacterial species/
strains showed that 49.9% to 66.3% of gene groups are
conserved between S. mutans and other streptococcal
genomes (additional file 12). From the 16S rRNA
sequences, these species can be grouped into the pyogenic
group (49.9–56.2% of gene groups shared with S.
mutans), the mutans group (S. mutans), the mitis group
(57.4–68.3% of gene groups shared with S. mutans), the
salivarius group (61.2% of gene groups shared with S.
mutans), and others (51.7% of gene groups shared with S.
mutans) [80]. This leads to difficulties in distinguishing
between the species based on the number of shared gene
groups. These difficulties result only from the analysis of
complete extant genomes, and the availability of fewer
complete genomes in a species significantly affects the
number of species-specific genes identified. Sequencing of
further genomes in each species will be useful for defining
actual species-specific genes.
As hypothesized by Lefébure and Stanhope [12], S. agalac-
tiae has a larger pan-genome and less recombination than
S. pyogenes as evidenced by the species having a larger hab-
itat and gene pool diversity. This is supported by the fact
that the pan-genomes of ecologically restricted organisms
are smaller than those of bacteria that adopt a more gen-
eralist lifestyle [81]. Although S. mutans may have a
smaller pan-genome and more recombination than S.
agalactiae because it is usually isolated only from dental
caries, the analyses here concentrated on the S. mutans
species-specific regions as discussed, comparing NN2025
and UA159 to understand the species (116 gene groupsBMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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Genome comparison of two S. mutans strains, or each S. mutans strain against 13 S. pyogenes strains based on the chromosomal  organization of strain NN2025 or UA159 Figure 6
Genome comparison of two S. mutans strains, or each S. mutans strain against 13 S. pyogenes strains based on 
the chromosomal organization of strain NN2025 or UA159. Dot plots of S. mutans NN2025 vs 13 S. pyogenes strains 
and of S. mutans UA159 vs the same set of S. pyogenes strains are presented. These were generated by PROmer of MUMmer 
software and were visualized with the GenomeMatcher software (see Methods).
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are shared only within S. mutans, and nine gene groups are
shared without S. mutans). In addition, long-PCR analysis
of the dissimilar regions in the genome reveals the
genomic diversity of the species, as well as the results of
MLST analysis previously reported by Nakano et al[15,82]
(additional file 6).
S. mutans, S. sanguinis and S. gordonii are classified as oral
streptococci. Although S. mutans and the viridans strepto-
cocci (S. sanguinis and S. gordonii) are further classified
into another subgroup within the non-pyogenic strepto-
cocci [83], they have evolved to adapt to the oral environ-
ment. Therefore, we compared the gene groups common
to oral streptococci with the other streptococcal species to
identify the features of oral streptococci. In total, 31 gene
groups of S. mutans NN2025 were identified as common
to oral streptococci but not to other streptococci (addi-
tional file 13). Among them, genes for histidine metabo-
lism are conserved among oral streptococci
(NN2025.0784, 0785, 0787, 0790–0793). In particular,
histidine biosynthesis genes related to the conversion of
5-phosphoribosyl-α-1-pyrophosphate to L-histidine are
completely conserved between oral streptococci. The
physiological importance of histidine biosynthesis for
colonization in the oral cavity is unclear, but we speculate
that the presence of histidine biogenesis in situ may be
more beneficial in oral environment than importing it
from outside.
To confirm the chromosomal inversion at the gene level,
we further compared the order of orthologous genes in S.
mutans and S. pyogenes species (additional file 14) and
other streptococcus strains (data not shown)
[11,42,84,85] using MAUVE and MUMmer software. As
shown in Figure 6, an X-shaped symmetrical DNA dot
plot was observed when comparing S. mutans NN2025
and S. pyogenes strains. Interestingly, an X-shaped sym-
metrical DNA dot plot is also found for the comparison
between the genomes of S. mutans UA159 and S. pyogenes
strains, as well as for the comparison of the two S. mutans
strains (Figure 2). This X-shaped symmetrical DNA dot
plot was also found when comparing the two S. mutans
strains with other streptococcal strains of different species
(additional files 15, 16, 17, 18). These observations indi-
cate that chromosomal inversion across the replication
axis occurs frequently in a number of streptococcal spe-
cies.
We also determined the sequence alignment for the ORF
order between S. mutans and other streptococcal strains
using MAUVE software. The genome structure of S. pyo-
genes is more highly conserved against S. mutans strains
than against other streptococcal strains (data not shown).
The ori and ter regions of these two species are highly con-
served, and there are fewer short LCBs (0–25 kb) than in
other streptococcal strains. This suggests that there are
fewer genome rearrangements between S. mutans and S.
pyogenes  than between other streptococcal species. We
hypothesize that these two species occupy similar ecolog-
ical niches or smaller habitats and gene pools than S. aga-
lactiae (additional file 19; [2]). The eight strains of Yersinia
pestis and Y. pseudotuberculosis include 78 LCBs, although
these strains are included within the same species [86].
Interestingly, the LCBs in S. mutans and S. pyogenes, except
for strain-specific mobile genetic elements, seem to shuf-
fle across the replication axis. Chromosomal inversions
were also observed between several S. pyogenes strains
(additional file 14), indicating that chromosomal shuf-
fling of an array of ORFs as a unit has occurred following
branching from a common ancestor. However, it is not
clear why chromosomal rearrangements are so frequently
found within the genus Streptococcus, although the abun-
dance of mobile elements in the genome might affect the
rearrangement distance [87].
In circular bacterial genomes, DNA replication divides the
genome into two domains called replichores. In the case
of S. pyogenes, an undesirable phage integration (more
than 100 kb) into one replichore may cause an unstable
genome structure, and this unbalanced genome structure
might induce chromosomal inversion between highly
conserved regions [38]. Furthermore, a survey of Salmo-
nella  genomes in culture has provided evidence that
genomes with equally sized replichores (balanced repli-
chores) may be under positive selective pressure [88].
There is also evidence that chromosome organization
might influence rates of rearrangement [89], and that a
genome structure unbalanced by artificial genomic inver-
sion induces an instability, that is detrimental to cell fit-
ness or led to cell death in Lactococcus lactis [90]. These
observations suggest that rewinding an unstable genome
(i.e., making an unbalanced genome structure wind off to
produce equally sized replichores) may be important for
survival of this organism. Two large conjugative transpo-
son-like regions, TnSmu1 and TnSmu2, have been
inserted in UA159, with TnSmu1 located near the rrn2
region of UA159. These regions are not found in NN2025.
In addition, the similarity in genome structure between S.
mutans and S. pyogenes suggests two possibilities regarding
the chromosomal inversion in S. mutans. One option is
that chromosomal rearrangement of S. mutans NN2025
and UA159 happened by chance. No characteristic differ-
ences of serotype specificity, geographical distribution,
STs, or topological pattern from long-PCR analysis (addi-
tional file 6) was observed in these strain-specific regions,
indicating that these regions might be acquired by chance
as suggested by Waterhouse and Russell [28]. In L. casei,
topological discrepancies between the MLST and pulse-
field gel electrophoresis typing trees were observed, sug-
gesting that intragenic point mutations have accumulatedBMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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at a slower rate than indels and genome rearrangements
[91]. Therefore, the species-specific position and rear-
rangement of these genes could have occurred faster than
the evolution of each protein, resulting in interference
from the ancestor in the long-PCR analysis. The other
option is that this inversion occurred in UA159 by integra-
tion of foreign DNA into one replichore. However, the
fact that the frequency of clinical isolates with chromo-
somal inversion was 83 of 97 test strains by long-PCR
analysis (Table 1) may indicate that the chromosomal ori-
entation found in NN2025 is the basic genome architec-
ture of S. mutans strains. Further examination should be
carried out with strains isolated from regions in addition
to Japan and Finland. Following the discussions in Hen-
drickson and Lawrence [92] and Song et al. [93], we
hypothesize that the asymmetry observed in S. mutans and
S. pyogenes is under selection and will probably balance
through amelioration [94], which has not been experi-
mentally or theoretically demonstrated in the genus Strep-
tococcus.
Conclusion
Analysis of the S. mutans genome and its comparison with
other streptococcal species revealed new insights into spe-
cies-specific survival strategies. The chromosomal inver-
sion across the replication axis between S. mutans strains
occurred between homologous ribosomal operons
located almost the same distance from the ori region as the
S. pyogenes chromosomal inversion. This chromosomal
inversion, a characteristic X-shaped symmetrical DNA dot
plot, is found not only between S. mutans and S. pyogenes
strains but also between S. mutans strains and all the strep-
tococcal species in which the complete genome sequence
is known. These observations indicate that the chromo-
somal inversion across the replication axis has occurred
frequently within streptococci during evolution. This
would possibly maintain the distortion of the replichore
induced by the insertion of foreign genetic elements such
as phage integration and/or generate genetic shuffling to
create a novel genetic pool.
The S. mutans genome may preferentially defend against
phage integration using CRISPR and/or various restric-
tion/modification systems. These counterattack systems
are heterogeneous in the genus Streptococcus  as some
streptococcal species tolerate phage integration. In the
case of S. pyogenes and S. agalactiae, 10–20% of ORFs con-
sist of phage genomes, and counterattack systems for
phage integration exist but seem not to work efficiently. In
contrast, S. mutans might have evolved to avoid acquiring
genes via phage-mediated transduction in order to protect
their genome from the physical distortion via phage inte-
gration. Alternatively, it may permit the integration of
CRISPR via conjugative plasmid [95,96] and of antimicro-
bial peptide synthesis systems (bacitracin synthetase clus-
ters) via conjugative transposons and/or may have
evolved to use natural transformation as the preferred
method system to acquire new genetic traits. This notable
feature of foreign gene acquisition in S. mutans suggests
that the genomic variation of the species might contribute
to maintaining its niche. There remain more questions
regarding how the oral environment affects gene acquisi-
tion in S. mutans. We believe that these findings will lead
to new insights into the mechanisms of evolution in other
streptococcal species.
Methods
Bacterial strains
S. mutans strain NN2025 was isolated in Japan in 2002
from a patient with dental caries, obtained from the Pedo-
dontics Clinic of Osaka University Dental Hospital, Suita,
Osaka, Japan, with informed consent according to the
protocol approved by the Ethics Committee of Osaka Uni-
versity. It produces glycosyltransferases, and its serotype
was determined to be c by immunodiffusion test using
serotype-specific antibodies. As a control, S. mutans
UA159 (ATCC No. 700610, UAB577) was purchased
from the American Type Culture Collection. Other clinical
isolates and laboratory strains have been isolated at Osaka
University and Helsinki University. These strains were
selected from our culture collection and all of the strains
were confirmed to be S. mutans based on conventional
physiological tests, including rough colony morphology
on mitis-salivarius agar (Difco Laboratories, BD Diagnos-
tics, Sparks, MD, USA), bacitracin resistance, and fermen-
tation of sorbitol, mannitol, raffinose, or melibiose (1%
each) in a phenol red broth base (Difco). Bacterial
genomic DNA was extracted using DNAeasy kit according
to the manufacturer's instruction (Qiagen, Valencia, CA,
USA).
Genome sequencing and annotation
The initial stage of sequencing was performed using
whole genome random shotgun methods with sheared
chromosomal DNA from strain NN2025. We constructed
a pUC18-based library containing 1–2 kb and 4–5 kb
inserts, and sequenced 48,000 clones (12.6-fold coverage)
with Big-Dye terminator chemistry and ABI 3730 × l
sequencer (Applied Biosystems, Foster City, CA, USA) and
with ET-Dye terminator chemistry and MegaBACE 4500
sequencer (GE Healthcare, Uppsala, Sweden). The
sequence was assembled using Phred/Phrap/Consed [97-
99]. Gaps in the sequence were filled by direct PCR
sequencing, using primers constructed to anneal to each
end of neighboring contigs. Finally, the entire sequence
was estimated to have an error rate of less than 1 per
10,000 bases (Phrap score >= 40). To verify and determine
the assembled sequences, a total of 90 primer sets were
constructed to cover whole chromosomal DNA of strain
NN2025 at the unique flanking sequence, and 18–25 kbBMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
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of long-PCR was performed by the LA-PCR method
(Takara, Otsu, Japan). Large repeated elements in the
genome (700–6000 bp) such as the 16S and 23s rRNA
operons (rrn) were amplified from chromosomal DNA
using LA-Taq (Takara), sequenced, and assembled inde-
pendently, as described above.
ORFs >60 bp were identified and annotated separately
using Metagenome gambler light (MGGL, ver. 2.1.5), in
silico Molecular Cloning Genomics Edition (IMC-GE, ver.
3.0.30) (Insilico biology, Yokohama, Japan) [100] and
GLIMMER 2 [101,102]. The predicted ORFs were
reviewed individually by a manual search for start codons
on the basis of ribosomal-binding motifs. ORFs were fur-
ther compared across a non-redundant protein database
in the GenBank using BLASTP software (version 2.2.3)
[103]. Functional motifs and the domains of proteins
were identified by searches against Prosite, Blocks, and
Pfam database [104] and phi-BLAST [105]. Protein locali-
zation and transmembrane domains were predicted by
combining PSORT with the rule set for gram-positive bac-
teria [106,107], and the SOSUI/SOSUI signal program
[108,109]. Cell-wall attachment motifs (LPXTG) and
secreted protein motifs (sortase recognition motif) were
identified with IMC-GE. The predicted ORFs are distin-
guished by different colors (red; E-value is between 0.0 to
1.0 × 10E-100, and overlap is over 90%, pink; E-value is
between 1.0 × 10E-100 to 1.0 × 10E-50, and overlap is
over 45%, light green; E-value is between 1.0 × 10E-50 to
1.0 × 10E-30, and overlap is over 40%, green; E-value is
between 1.0 × 10E-30 to 1.0 × 10E-10, and overlap is over
30%, dark green; E-value is between 1.0 × 10E-10 to 1.0 ×
10E-5, and overlaps is over 25%, light blue; E-value is
between 1.0 × 10E-5 to 0.01, and overlap is over 20%, and
black indicates no homologous genes by BLAST analysis
against the database (see BLAST classification of Figure 1
for the actual colors). Functional categories based on the
analysis of clusters of orthologous genes were assigned by
using COGnitor [110,111]. Transfer RNA genes were
identified using tRNAscan-SE [112].
Comparative genomes of S. mutans strain and other 
Streptococcal species
The thirty-one genomic sequences of S. mutans UA159
(AE014133), S. pyogenes strains (SSI-1: BA000034, SF370:
AE004092, Manfredo: AM295007, MGAS315: AE014074,
MGAS5005: CP000017, MGAS6180: CP000056,
MGAS8232: AE009949, MGAS9429: CP000259,
MGAS5005: CP000017, MGAS10270: CP000260,
MGAS10394: CP000003, MGAS10750: CP000262, and
NZ131: CP000829), S. pneumoniae strains (D39:
CP000410, R6: AE007317, TIGR4: AE005672, CGSP14:
CP001033, G54: CP001015, and Hungary 19A-6:
CP000936),  S. agalactiae strains (2603V/R; AE009948,
A909: CP000114, and NEM316: AL732656), S. sanguinis
SK36 (CP000387), S. suis strains (05ZYH33; CP000407,
and 98HAH33; CP000408), S. thermophilus strains (LMD-
9; CP000419, CNRZ1066; CP00024, and LMG18311;
CP000023), S. gordonii Challis CH1 (CP000725), and S.
equi zooepidemicus MGCS10565 (CP001129) were
obtained through the website of the National Center of
Biological Information (NCBI) [113]. Alignment of the
complete genomic sequences of these bacterial strains was
accomplished with MAUVE Genome alignment software
[46,114], or with the PROmer of MUMmer software
[115], following visualization with the GenomeMatcher
software [116]. SPRING software was used for compari-
son of LCB lengths [117,118] All the predicted ORFs from
the 32 streptococcal strains were clustered into groups
based on the threshold of maximum E-value = 10-5 in the
reciprocal BLATP analysis and the extant common cluster
set (core genome) of each species was determined to com-
pare the numbers of species-specific gene groups and
those shared with S. mutans.
Analysis of CRISPR loci was carried out based on the
method of Horvath et al. [64] with slight modifications as
follows. For published genomes, CRISPR loci were
retrieved from the database of CRISPRdb [119]. For S.
mutans  NN2025 genome, the detection of CRISPR loci
was carried out using CRISPRFinder web service [120,121]
or the Repeat Search and Dot Plot of IMC-GE. Non-coding
sequences located at the 5' end of the first identified
CRISPR repeat for each locus were selected as putative
leader sequences and compared using the Dot Plot of
IMC-GE. BLASTN was used for similarity searches
between CRISPR sequences and existing sequences in the
DDBJ [122] database limited to viruses (ddbjvrl and ddb-
jphg) or bacteria (ddbjbct). Similarly, matches showing
an expected value below 0.01 and/or streptococcal phages
found in viruses entries were retained, and the spacers
with no similarity were further subject to BLAST analysis
with bacterial entries and the matches were retained; the
matches to sequences found within CRISPR loci were
ignored.
Strain-specific regions and rearrangement sites depicted in
Figure 2 in S. mutans strains were examined by the LA-PCR
method (Takara, Otsu, Japan) using site-specific primer
pairs (additional file 4). Briefly, PCR was performed as
follows: 95°C for 1 min for one cycle, 98°C for 10 sec and
68°C for 3–20 min (according to the length of the ampli-
con) for 30 cycles, and 72°C for 10 min for one cycle. The
amplified fragments were separated on 0.8% agarose gel
electrophoresis and visualized by ethidium bromide
staining.
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linear blocks; ori: origin of DNA replication; ter: dif-like
termination sequence; ORF: open reading frame; IS: inser-
tion sequence; SNP: single nucleotide polymorphism; R/
M system: restriction/modification system; CRISPRs: clus-
tered regularly interspaced short palindromic repeats; DR:
direct repeat; UPP: undecaprenol pyrophosphate.
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S. mutans NN2025 specific ORFs. Different regions within the PCR 
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S. mutans UA159-specific ORFs. Different regions within PCR region 
are shown in different colors and correspond to the regions shown in Fig-
ure 2. No coloring in the PCR resion indicates the absence of the ORF in 
the regions in Figure 2.
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[http://www.biomedcentral.com/content/supplementary/1471-
2164-10-358-S3.pdf]
Additional file 4
Long-PCR analyses of genomic rearrangement region and insertion/dele-
tion regions of S. mutans strains.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
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Additional file 5
Primers used for detection of rearrangement and strain-specific 
regions in S. mutans strains. Each strain-specific region is visualized as 
a black bar in Figure 2.
Click here for file
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Additional file 6
Characteristics of S. mutans reference strains and clinical isolates used in 
this study.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-10-358-S6.pdf]
Additional file 7
Cluster analysis based on strain-specific regions showing the relation-
ship between S. mutans strain NN2025, UA159 and 95 clinical iso-
lates. Long-PCR results were converted to numerical values according to 
the length of the PCR products, then complete linkage clustering was per-
formed on CLUSTER software and visualized with Java Tree view soft-
ware (contrast value; 0 to 3.0).
Click here for file
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Additional file 8
Characteristics of CRISPR loci found in S. mutans NN2025. The 
nomenclature, leader sequence, repeat sequence, number of repeats, and 
similarity were determined based on the method of Horvath et al. [64] 
with slight modifications (see Methods for details).
Click here for file
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2164-10-358-S8.pdf]
Additional file 9
Sequence similarities of the existing CRISPR spacers in S. mutans 
NN2025. The spacer similarities were determined by BLASTN against 
viruses including bacteriophage or bacteria databases (see Methods). No 
description in "origin" or "BLAST E-value" indicates that no similarity 
was found in the database.
Click here for file
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Additional file 10
Distribution of CRISPR-2 (Smut2b; Sthe3 family)-associated repeat 
sequences in genus Streptococcus. Repeat sequences in the CRISPR-2 
homologous region (Sthe3 family) were found in 19 of 32 streptococcal 
genomes (see Methods; for NN2025, see additional file 8). Similarities 
of the direct repeat sequence of the strain NN2025 (Sthe3 family) were 
examined by BLASTN against each genome as a target database. The 
number of repeats was determined based on Horvath et al. [64] (see 
Methods).
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Venn diagrams for the clustered gene groups in S. mutans species and 
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Specific gene groups shared in oral streptococci. All the predicted ORFs 
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NN2025 DNA sequence given on the forward strand is the reference 
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ware (see Methods).
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-10-358-S18.pdf]
Additional file 19
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genome. Lengths of LCBs were determined using SPRING software.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-10-358-S19.pdf]BMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
Page 19 of 21
(page number not for citation purposes)
young scientists (B) (19791339 and 20790111), on Priority Areas "Applied 
Genome" and "Matrix of Infection Phenomena", Uehara Memorial Founda-
tion, Takeda Foundation and Mitsubishi Foundation.
References
1. Fraser-Liggett CM: Insights on biology and evolution from
microbial genome sequencing.  Genome Res 2005, 15:1603-1610.
2. Dobrindt U, Hacker J: Whole genome plasticity in pathogenic
bacteria.  Curr Opin Microbiol 2001, 4:550-557.
3. Wren BW: Microbial genome analysis: insights into virulence,
host adaptation and evolution.  Nature Rev 2000, 1:30-39.
4. Lawrence JG, Ochman H: Reconciling the many faces of lateral
gene transfer.  Trends Microbiol 2002, 10:1-4.
5. Springael D, Top EM: Horizontal gene transfer and microbial
adaptation to xenobiotics: new types of mobile genetic ele-
ments and lessons from ecological studies.  Trends Microbiol
2004, 12:53-58.
6. Ogata H, Audic S, Renesto-Audiffren P, Fournier PE, Barbe V, Samson
D, Roux V, Cossart P, Weissenbach J, Claverie JM, Raoult D: Mech-
anisms of evolution in Rickettsia conorii and R. prowazekii .
Science 293:2093-2098.
7. Cole ST, Eiglmeier K, Parkhill J, James KD, Thomson NR, Wheeler
PR, Honore N, Garnier T, Churcher C, Harris D, et al.: Massive
gene decay in the leprosy bacillus.  Nature 2001, 409:1007-1011.
8. Gevers D, Vandepoele K, Simillon C, Peer Y Van de: Gene duplica-
tion and biased functional retention of paralogs in bacterial
genomes.  Trends Microbiol 2004, 12:148-154.
9. Sokurenko EV, Chesnokova V, Dykhuizen DE, Ofek I, Wu XR,
Krogfelt KA, Struve C, Schembri MA, Hasty DL: Pathogenic adap-
tation of Escherichia coli by natural variation of the FimH
adhesin.  Proc Natl Acad Sci USA 1998, 95:8922-8926.
10. Feldgarden M, Byrd N, Cohan FM: Gradual evolution in bacteria:
evidence from Bacillus  systematics.  Microbiology 2003,
149:3565-3573.
11. Tettelin H, Masignani V, Cieslewicz MJ, Donati C, Medini D, Ward
NL, Angiuoli SV, Crabtree J, Jones AL, Durkin AS, et al.: Genome
analysis of multiple pathogenic isolates of Streptococcus aga-
lactiae: implications for the microbial "pan-genome".  Proc
Natl Acad Sci USA 2005, 102:13950-13955.
12. Lefebure T, Stanhope MJ: Evolution of the core and pan-genome
of  Streptococcus: positive selection, recombination, and
genome composition.  Genome Biol 2007, 8:R71.
13. Hamada S, Slade HD: Biology, immunology, and cariogenicity
of Streptococcus mutans.  Microbiol Rev 1980, 44:331-384.
14. Tsukioka Y, Yamashita Y, Oho T, Nakano Y, Koga T: Biological
function of the dTDP-rhamnose synthesis pathway in Strep-
tococcus mutans.  J Bacteriol 1997, 179:1126-1134.
15. Nakano K, Lapirattanakul J, Nom u r a  R ,  N e m o t o  H ,  A l a l u u s u a  S ,
Gronroos L, Vaara M, Hamada S, Ooshima T, Nakagawa I: Strepto-
coccus mutans clonal variation revealed by multilocus
sequence typing.  J Clin Microbiol 2007, 45:2616-2625.
16. Brady LJ, Crowley PJ, Ma JK, Kelly C, Lee SF, Lehner T, Bleiweis AS:
Restriction fragment length polymorphisms and sequence
variation within the spaP gene of Streptococcus mutans sero-
type c isolates.  Infect Immun 1991, 59:1803-1810.
17. Ferretti JJ, Russell RR, Dao ML: Sequence analysis of the wall-
associated protein precursor of Streptococcus mutans antigen
A.  Mol Microbiol 1989, 3:469-478.
18. Fujiwara T, Terao Y, Hoshino T, Kawabata S, Ooshima T, Sobue S,
Kimura S, Hamada S: Molecular analyses of glucosyltransferase
genes among strains of Streptococcus mutans.  FEMS Microbiol
Lett 1998, 161:331-336.
19. Caufield PW, Ratanapridakul K, Allen DN, Cutter GR: Plasmid-con-
taining strains of Streptococcus mutans cluster within family
and racial cohorts: implications for natural transmission.
Infect Immun 1988, 56:3216-3220.
20. Caufield PW, Wannemuehler YM, Hansen JB: Familial clustering
of the Streptococcus mutans cryptic plasmid strain in a dental
clinic population.  Infect Immun 1982, 38:785-787.
21. Kamiya RU, Napimoga MH, Hofling JF, Goncalves RB: Frequency of
four different mutacin genes in Streptococcus mutans geno-
types isolated from caries-free and caries-active individuals.
J Med Microbiol 2005, 54:599-604.
22. Shibata Y, Ozaki K, Seki M, Kawato T, Tanaka H, Nakano Y, Yamash-
ita Y: Analysis of loci required for determination of serotype
antigenicity in Streptococcus mutans and its clinical utiliza-
tion.  J Clin Microbiol 2003, 41:4107-4112.
23. Li YH, Lau PC, Lee JH, Ellen RP, Cvitkovitch DG: Natural genetic
transformation of Streptococcus mutans growing in biofilms.
J Bacteriol 2001, 183:897-908.
24. Klein MI, Bang S, Florio FM, Hofling JF, Goncalves RB, Smith DJ, Mat-
tos-Graner RO: Genetic diversity of competence gene loci in
clinical genotypes of Streptococcus mutans.  J Clin Microbiol 2006,
44:3015-3020.
25. Old LA, Lowes S, Russell RR: Genomic variation in Streptococcus
mutans: deletions affecting the multiple pathways of beta-
glucoside metabolism.  Oral Microbiol Immunol 2006, 21:21-27.
26. Robinson WG, Old LA, Shah DS, Russell RR: Chromosomal inser-
tions and deletions in Streptococcus mutans.  Caries Res 2003,
37:148-156.
27. Waterhouse JC, Russell RR: Dispensable genes and foreign DNA
in Streptococcus mutans.  Microbiology 2006, 152:1777-1788.
28. Waterhouse JC, Swan DC, Russell RR: Comparative genome
hybridization of Streptococcus mutans strains.  Oral Microbiol
Immunol 2007, 22:103-110.
29. Saxena D, Li Y, Caufield PW: Identification of unique bacterial
gene segments from Streptococcus mutans with potential rel-
evance to dental caries by subtraction DNA hybridization.  J
Clin Microbiol 2005, 43:3508-3511.
30. Ajdic D, McShan WM, McLaughlin RE, Savic G, Chang J, Carson MB,
Primeaux C, Tian R, Kenton S, Jia H, et al.: Genome sequence of
Streptococcus mutans UA159, a cariogenic dental pathogen.
Proc Natl Acad Sci USA 2002, 99:14434-14439.
31. Saunders NJ, Boonmee P, Peden JF, Jarvis SA: Inter-species hori-
zontal transfer resulting in core-genome and niche-adaptive
variation within Helicobacter pylori.  BMC genomics 2005, 6:9.
32. Garcia-Vallve S, Janssen PJ, Ouzounis CA: Genetic variation
between Helicobacter pylori strains: gene acquisition or loss?
Trends Microbiol 2002, 10:445-447.
33. Brosch R, Pym AS, Gordon SV, Cole ST: The evolution of myco-
bacterial pathogenicity: clues from comparative genomics.
Trends Microbiol 2001, 9:452-458.
34. Read TD, Brunham RC, Shen C, Gill SR, Heidelberg JF, White O,
Hickey EK, Peterson J, Utterback T, Berry K, et al.:  Genome
sequences of Chlamydia trachomatis MoPn and Chlamydia
pneumoniae AR39.  Nucleic Acids Res 2000, 28:1397-1406.
35. Ogura Y, Ooka T, Asadulghani , Terajima J, Nougayrede JP, Kurokawa
K, Tashiro K, Tobe T, Nakayama K, Kuhara S, et al.: Extensive
genomic diversity and selective conservation of virulence-
determinants in enterohemorrhagic Escherichia coli strains
of O157 and non-O157 serotypes.  Genome Biol 2007, 8:R138.
36. Edwards RA, Olsen GJ, Maloy SR: Comparative genomics of
closely related salmonellae.  Trends Microbiol 2002, 10:94-99.
37. Marri PR, Hao W, Golding GB: Gene gain and gene loss in strep-
tococcus: is it driven by habitat?  Mol Biol Evo 2006, 23:2379-2391.
38. Nakagawa I, Kurokawa K, Yamashita A, Nakata M, Tomiyasu Y, Oka-
hashi N, Kawabata S, Yamazaki K, Shiba T, Yasunaga T, et al.:
Genome sequence of an M3 strain of Streptococcus pyogenes
reveals a large-scale genomic rearrangement in invasive
strains and new insights into phage evolution.  Genome Res
2003, 13:1042-1055.
39. Kobayashi I: Behavior of restriction-modification systems as
selfish mobile elements and their impact on genome evolu-
tion.  Nucleic Acids Res 2001, 29:3742-3756.
40. Chopin MC, Chopin A, Bidnenko E: Phage abortive infection in
lactococci: variations on a theme.  Curr Opin Microbiol 2005,
8:473-479.
41. Mackiewicz P, Zakrzewska-Czerwinska J, Zawilak A, Dudek MR,
Cebrat S: Where does bacterial replication start? Rules for
predicting the oriC region.  Nucleic Acids Res 2004, 32:3781-3791.
42. Tettelin H, Nelson KE, Paulsen IT, Eisen JA, Read TD, Peterson S, Hei-
delberg J, DeBoy RT, Haft DH, Dodson RJ, et al.:  Complete
genome sequence of a virulent isolate of Streptococcus pneu-
moniae.  Science 2001, 293:498-506.
43. Xu P, Alves JM, Kitten T, Brown A, Chen Z, Ozaki LS, Manque P, Ge
X, Serrano MG, Puiu D, et al.: Genome of the opportunistic path-
ogen Streptococcus sanguinis.  J Bacteriol 2007, 189:3166-3175.
44. Ajdic D, Pham VT: Global transcriptional analysis of Streptococ-
cus mutans sugar transporters using microarrays.  J Bacteriol
2007, 189:5049-5059.BMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
Page 20 of 21
(page number not for citation purposes)
45. Igarashi T, Yamamoto A, Goto N: Characterization of the dex-
tranase gene (dex) of Streptococcus mutans and its recom-
binant product in an Escherichia coli host.  Microbiol Immunol
1995, 39:387-391.
46. Darling AC, Mau B, Blattner FR, Perna NT: Mauve: multiple align-
ment of conserved genomic sequence with rearrangements.
Genome Res 2004, 14:1394-1403.
47. Sztajer H, Lemme A, Vilchez R, Schulz S, Geffers R, Yip CY, Levesque
CM, Cvitkovitch DG, Wagner-Dobler I: Autoinducer-2-regulated
genes in Streptococcus mutans UA159 and global metabolic
effect of the luxS mutation.  J Bacteriol 2008, 190:401-415.
48. Oral Pathogen Sequence Database   [http://www.oral
gen.lanl.gov]
49. Stone KJ, Strominger JL: Mechanism of action of bacitracin:
complexation with metal ion and C55-isoprenyl pyrophos-
phate.  Proc Natl Acad Sci USA 1971, 68:3223-3227.
50. Toscano WA Jr, Storm DR: Bacitracin.  Pharmacol Ther 1982,
16:199-210.
51. Anderson RG, Hussey H, Baddiley J: The mechanism of wall syn-
thesis in bacteria. The organization of enzymes and isopre-
noid phosphates in the membrane.  Biochem J 1972, 127:11-25.
52. Gamboa F, Chaves M, Estupinan M, Galindo A: Bacteriocins in S.
mutans strains isolated from children with and without den-
tal caries: biotypes and sensitivity to antibiotics.  Acta Odontol
Latinoam 2008, 21:97-104.
53. Qi F, Chen P, Caufield PW: Purification of mutacin III from
group III Streptococcus mutans UA787 and genetic analyses
of mutacin III biosynthesis genes.  Appl Environ Microbiol 1999,
65:3880-3887.
54. Sorek R, Kunin V, Hugenholtz P: CRISPR – a widespread system
that provides acquired resistance against phages in bacteria
and archaea.  Nat Rev Microbiol 2008, 6:181-186.
55. Bolotin A, Quinquis B, Sorokin A, Ehrlich SD: Clustered regularly
interspaced short palindrome repeats (CRISPRs) have spac-
ers of extrachromosomal origin.  Microbiology 2005,
151:2551-2561.
56. Bolotin A, Quinquis B, Renault P, Sorokin A, Ehrlich SD, Kulakauskas
S, Lapidus A, Goltsman E, Mazur M, Pusch GD, et al.: Complete
sequence and comparative genome analysis of the dairy bac-
terium  Streptococcus thermophilus.  Nature Biotech 2004,
22:1554-1558.
57. Deveau H, Barrangou R, Garneau JE, Labonte J, Fremaux C, Boyaval
P, Romero DA, Horvath P, Moineau S: Phage response to
CRISPR-encoded resistance in Streptococcus thermophilus.  J
Bacteriol 2008, 190:1390-1400.
58. Horvath P, Romero DA, Coute-Monvoisin AC, Richards M, Deveau
H, Moineau S, Boyaval P, Fremaux C, Barrangou R: Diversity, activ-
ity, and evolution of CRISPR loci in Streptococcus ther-
mophilus.  J Bacteriol 2008, 190:1401-1412.
59. Barrangou R, Fremaux C, Deveau H, Richards M, Boyaval P, Moineau
S, Romero DA, Horvath P: CRISPR provides acquired resistance
against viruses in prokaryotes.  Science 2007, 315:1709-1712.
60. Brussow H, Canchaya C, Hardt WD: Phages and the evolution of
bacterial pathogens: from genomic rearrangements to lys-
ogenic conversion.  Microbiol Mol Biol Rev 2004, 68:560-602.
61. Beres SB, Musser JM: Contribution of exogenous genetic ele-
ments to the group A Streptococcus metagenome.  PLoS ONE
2007, 2:e800.
62. Makarova KS, Grishin NV, Shabalina SA, Wolf YI, Koonin EV: A puta-
tive RNA-interference-based immune system in prokaryo-
tes: computational analysis of the predicted enzymatic
machinery, functional analogies with eukaryotic RNAi, and
hypothetical mechanisms of action.  Biology Direct 2006, 1:7.
63. Haft DH, Selengut J, Mongodin EF, Nelson KE: A guild of 45
CRISPR-associated (Cas) protein families and multiple
CRISPR/Cas subtypes exist in prokaryotic genomes.  PLoS
Comput Biol 2005, 1:e60.
64. Horvath P, Coute-Monvoisin AC, Romero DA, Boyaval P, Fremaux C,
Barrangou R: Comparative analysis of CRISPR loci in lactic
acid bacteria genomes.  Int J Food Microbiol 2009, 131:62-70.
65. Ploeg JR van der: Genome sequence of Streptococcus mutans
bacteriophage M102.  FEMS Microbiol Lett 2007, 275:130-138.
66. Bachrach G, Leizerovici-Zigmond M, Zlotkin A, Naor R, Steinberg D:
Bacteriophage isolation from human saliva.  Lett Appl Microbiol
2003, 36:50-53.
67. Hitch G, Pratten J, Taylor PW: Isolation of bacteriophages from
the oral cavity.  Lett Appl Microbiol 2004, 39:215-219.
68. Beres SB, Sesso R, Pinto SW, Hoe NP, Porcella SF, Deleo FR, Musser
JM: Genome sequence of a Lancefield group C Streptococcus
zooepidemicus strain causing epidemic nephritis: new infor-
mation about an old disease.  PLoS ONE 2008, 3:e3026.
69. McClelland M, Sanderson KE, Clifton SW, Latreille P, Porwollik S,
Sabo A, Meyer R, Bieri T, Ozersky P, McLellan M, et al.: Comparison
of genome degradation in Paratyphi A and Typhi, human-
restricted serovars of Salmonella enterica that cause typhoid.
Nature Genet 2004, 36:1268-1274.
70. Deng W, Liou SR, Plunkett G 3rd, Mayhew GF, Rose DJ, Burland V,
Kodoyianni V, Schwartz DC, Blattner FR: Comparative genomics
of Salmonella enterica serovar Typhi strains Ty2 and CT18.  J
Bacteriol 2003, 185:2330-2337.
71. Makino S, Suzuki M: Bacterial genomic reorganization upon
DNA replication.  Science 292:803.
72. Holden MT, Scott A, Cherevach I, Chillingworth T, Churcher C,
Cronin A, Dowd L, Feltwell T, Hamlin N, Holroyd S, et al.: Complete
genome of acute rheumatic fever-associated serotype M5
Streptococcus pyogenes strain manfredo.  J Bacteriol 2007,
189:1473-1477.
73. Huang WC, Chen YY, Teng LJ, Lien HT, Chen JY, Chia JS: Chromo-
somal inversion between rrn operons among Streptococcus
mutans serotype c oral and blood isolates.  J Med Microbiol 2008,
57:198-206.
74. Tillier ER, Collins RA: Replication orientation affects the rate
and direction of bacterial gene evolution.  J Mol Evo 2000,
51:459-463.
75. Segall AM, Roth JR: Approaches to half-tetrad analysis in bacte-
ria: recombination between repeated, inverse-order chro-
mosomal sequences.  Genetics 1994, 136:27-39.
76. Liu SL, Sanderson KE: The chromosome of Salmonella paratyphi
A is inverted by recombination between rrnH and rrnG.  J Bac-
teriol 1995, 177:6585-6592.
77. Kuzminov A, Stahl FW: Double-strand end repair via the RecBC
pathway in Escherichia coli primes DNA replication.  Genes Dev
1999, 13:345-356.
78. Suvorov AN, Ferretti JJ: Replication origin of Streptococcus pyo-
genes, organization and cloning in heterologous systems.
FEMS Microbiol Lett 2000, 189:293-297.
79. Eisen JA, Heidelberg JF, White O, Salzberg SL: Evidence for sym-
metric chromosomal inversions around the replication ori-
gin in bacteria.  Genome Biol 2000, 1:RESEARCH0011.
80. Kawamura Y, Hou XG, Sultana F, Miura H, Ezaki T: Determination
of 16S rRNA sequences of Streptococcus mitis and Streptococ-
cus gordonii and phylogenetic relationships among members
of the genus Streptococcus.  Int J Syst Bacteriol 1995, 45:406-408.
81. Lawrence JG, Hendrickson H: Genome evolution in bacteria:
order beneath chaos.  Curr Opin Microbiol 2005, 8:572-578.
82. Lapirattanakul J, Nakano K, Nomura R, Hamada S, Nakagawa I,
Ooshima T: Demonstration of mother-to-child transmission
of Streptococcus mutans using multilocus sequence typing.
Caries Res 2008, 42:466-474.
83. Coykendall AL: Classification and identification of the viridans
streptococci.  Clin Microbiol Rev 1989, 2:315-328.
84. Tettelin H, Masignani V, Cieslewicz MJ, Eisen JA, Peterson S, Wessels
MR, Paulsen IT, Nelson KE, Margarit I, Read TD, et al.: Complete
genome sequence and comparative genomic analysis of an
emerging human pathogen, serotype V Streptococcus agalac-
tiae.  Proc Natl Acad Sci USA 2002, 99:12391-12396.
85. Hoskins J, Alborn WE Jr, Arnold J, Blaszczak LC, Burgett S, DeHoff
BS, Estrem ST, Fritz L, Fu DJ, Fuller W, et al.: Genome of the bac-
terium  Streptococcus pneumoniae strain R6.  J Bact 2001,
183:5709-5717.
86. Darling AE, Miklos I, Ragan MA: Dynamics of genome rearrange-
ment in bacterial populations.  PLoS Genet 2008, 4:e1000128.
87. Novichkov PS, Wolf YI, Dubchak I, Koonin EV: Trends in prokary-
otic evolution revealed by comparison of closely related bac-
terial and archaeal genomes.  J Bacteriol 2009, 191:65-73.
88. Tillier ER, Collins RA: Genome rearrangement by replication-
directed translocation.  Nature Genet 2000, 26:195-197.
89. Garcia-Russell N, Harmon TG, Le TQ, Amaladas NH, Mathewson
RD, Segall AM: Unequal access of chromosomal regions to
each other in Salmonella: probing chromosome structurePublish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Genomics 2009, 10:358 http://www.biomedcentral.com/1471-2164/10/358
Page 21 of 21
(page number not for citation purposes)
with phage lambda integrase-mediated long-range rear-
rangements.  Mol Microbiol 2004, 52:329-344.
90. Campo N, Dias MJ, Daveran-Mingot ML, Ritzenthaler P, Le Bourgeois
P:  Chromosomal constraints in Gram-positive bacteria
revealed by artificial inversions.  Mol Microbiol 2004, 51:511-522.
91. Cai H, Rodriguez BT, Zhang W, Broadbent JR, Steele JL: Genotypic
and phenotypic characterization of Lactobacillus casei strains
isolated from different ecological niches suggests frequent
recombination and niche specificity.  Microbiology 2007,
153:2655-2665.
92. Hendrickson H, Lawrence JG: Selection for chromosome archi-
tecture in bacteria.  J Mol Evo 2006, 62:615-629.
93. Song J, Ware A, Liu SL: Wavelet to predict bacterial ori and ter:
a tendency towards a physical balance.  BMC Genomics 2003,
4:17.
94. Lawrence JG, Ochman H: Amelioration of bacterial genomes:
rates of change and exchange.  J Mol Evo 1997, 44:383-397.
95. Tomita H, Ike Y: Genetic analysis of transfer-related regions of
the vancomycin resistance Enterococcus conjugative plasmid
pHTbeta: identification of oriT and a putative relaxase gene.
J Bacteriol 2005, 187:7727-7737.
96. Godde JS, Bickerton A: The repetitive DNA elements called
CRISPRs and their associated genes: evidence of horizontal
transfer among prokaryotes.  J Mol Evo 2006, 62:718-729.
97. Gordon D, Abajian C, Green P: Consed: a graphical tool for
sequence finishing.  Genome Res 1998, 8:195-202.
98. Ewing B, Green P: Base-calling of automated sequencer traces
using Phred. II. Error probabilities.  Genome Res 1998,
8:186-194.
99. Ewing B, Hillier L, Wendl MC, Green P: Base-calling of automated
sequencer traces using Phred. I. Accuracy assessment.
Genome Res 1998, 8:175-185.
100. In silico biology, inc   [http://www.insilicobiology.co.jp/
indexEN.html]
101. GLIMMER2   [http://www.cbcb.umd.edu/software/glimmer/]
102. Delcher AL, Harmon D, Kasif S, White O, Salzberg SL: Improved
microbial gene identification with GLIMMER.  Nucleic Acids Res
1999, 27:4636-4641.
103. Altschul SF, Madden TL, Schaffer AA, Zhang J, Zhang Z, Miller W, Lip-
man DJ: Gapped BLAST and PSI-BLAST: a new generation of
protein database search programs.  Nucleic Acids Res 1997,
25:3389-3402.
104. Pfam   [http://pfam.sanger.ac.uk/]
105. phi-BLAST   [http://www.ncbi.nlm.nih.gov/blast/]
106. PSORT   [http://psort.ims.u-tokyo.ac.jp/]
107. Nakai K, Horton P: Computational prediction of subcellular
localization.  Methods Mol Biol 2007, 390:429-466.
108. SOSUI   [http://bp.nuap.nagoya-u.ac.jp/sosui/]
109. Hirokawa T, Boon-Chieng S, Mitaku S: SOSUI: classification and
secondary structure prediction system for membrane pro-
teins.  Bioinformatics 1998, 14:378-379.
110. COGnitor   [http://www.ncbi.nlm.nih.gov/COG/]
111. Tatusov RL, Natale DA, Garkavtsev IV, Tatusova TA, Shankavaram
UT, Rao BS, Kiryutin B, Galperin MY, Fedorova ND, Koonin EV: The
COG database: new developments in phylogenetic classifica-
tion of proteins from complete genomes.  Nucleic Acids Res
2001, 29:22-28.
112. Lowe TM, Eddy SR: a program for improved detection of trans-
fer RNA genes in genomic sequence.  Nucleic Acids Res 1997,
25:955-964.
113. The National Center for Biological Information (NCBI)
[http://www.ncbi.nlm.nih.gov/]
114. MAUVE   [http://asap.ahabs.wisc.edu/mauve/]
115. Kurtz S, Phillippy A, Delcher AL, Smoot M, Shumway M, Antonescu
C, Salzberg SL: Versatile and open software for comparing
large genomes.  Genome Biol 2004, 5:R12.
116. Ohtsubo Y, Ikeda-Ohtsubo W, Nagata Y, Tsuda M: Genom-
eMatcher: a graphical user interface for DNA sequence com-
parison.  BMC Bioinformatics 2008, 9:376.
117. SPRING   [http://algorithm.cs.nthu.edu.tw/tools/SPRING/]
118. Lin YC, Lu CL, Liu YC, Tang CY: SPRING: a tool for the analysis
of genome rearrangement using reversals and block-inter-
changes.  Nucleic Acids Res 2006, 34:W696-699.
119. Grissa I, Vergnaud G, Pourcel C: The CRISPRdb database and
tools to display CRISPRs and to generate dictionaries of
spacers and repeats.  BMC Bioinformatics 2007, 8:172.
120. CRISPRFinder   [http://crispr.u-psud.fr/Server/CRISPRfinder.php]
121. Grissa I, Vergnaud G, Pourcel C: CRISPRFinder: a web tool to
identify clustered regularly interspaced short palindromic
repeats.  Nucleic Acids Res 2007, 35:W52-57.
122. DNA Database of Japan   [http://www.ddbj.nig.ac.jp/]